Sequence analysis predicts Nm and Ng are intrinsically unstructured proteins
Compared with the average folded protein 1 , the signature for proteins with a probable lack of folding is a low sequence complexity and an amino acid composition with a low proportion of order-promoting amino acids (W, Y, F, C, I, L and N) and a high proportion of disorder-promoting amino acids (P, E, K, S and Q 
Gel Filtration shows Nm and Ng exist in unfolded state
The elution profiles of Nm and Ng from Superdex 200 gel filtration columns revealed an elution time shorter than that would be expected for a monomer of a similar size globular protein. The symmetry of the elution peaks indicates that Nm and Ng both eluted as a homogeneous species (Supplementary Figure 1) . The calculated mean stokes radius (R S ) of 39 Ǻ for Nm and 10 Ǻ for Ng corresponds to a molecular weight of ~100 kDa and ~22 kDa, respectively. Thus, the estimated molecular weight from gel filtration chromatography is around 3-4 times higher than that for the expected monomeric MW of 23.6 kDa (Nm) and 7.6 kDa (Ng 
